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A B S T R A C T   
Tree-killing forest disturbances such as storms and bark beetle outbreaks can lead to notable changes in the 
carbon (C) balance and functioning of forest ecosystems. In this study, the effects of a storm in 2010 followed by 
an outbreak of European spruce bark beetle (Ips typographus L.) on tree, litter and soil C stocks as well as humus 
layer C fractions and microbial community composition were examined in boreal Norway spruce (Picea abies L.) 
stands. Tree (aboveground), litter detritus (distinguishable twig, bark and cones) and soil (humus layer and 0–6 
cm mineral soil) C stocks were quantified for undisturbed (living trees), storm disturbed (in 2010) and 
I. typographus disturbed (tree mortality in circa 2013–2014) plots in 2015–2016. Additional humus layer samples 
were collected in 2017 for determination of total microbial biomass C, ergosterol (fungal biomass indicator) and 
K2SO4 extractable (labile) C concentrations, as well as fungal and bacterial community composition (DNA 
sequencing). Ectomycorrhizal (ECM) fungal mycelial growth in topsoil was also quantified. In spite of the 
differing initial development and intensity of the two disturbance types, there was little difference in humus layer 
C and microbiology between the storm and bark beetle disturbed plot types at the time of the study. This may be 
due to the longer time since the disturbance at the storm disturbed plots. The shift from tree biomass to nec-
romass C stocks was not reflected in differences in SOC stocks or humus layer extractable C concentrations 
between undisturbed and disturbed plot types, but the amount of litter detritus on forest floor was similar (storm) 
or higher (beetle) in disturbed plots in comparison to undisturbed ones. Humus layer microbial biomass C and 
ergosterol concentrations and ECM fungal abundance were lower on disturbed plots in comparison to undis-
turbed plots. The disturbed plots were also indicated to have a slightly higher abundance of some saprotrophic 
fungi. Differences in the effects of the two disturbance types may occur when studied at differing spatial scales 
and at different times after disturbance. To understand the full impact of such disturbances on forest functioning 
and C balance, long-term monitoring studies will be required.   
1. Introduction 
Disturbances are known to be essential drivers of forest ecosystem 
composition and functioning (Edburg et al., 2012; Mitchell, 2013; Ula-
nova, 2000). The predicted increase in tree damage and mortality by 
various natural forest disturbances and their interactions (Seidl et al., 
2017; Seidl and Rammer, 2017) has, however, raised concerns about the 
effects of disturbance on forest carbon (C) stocks and fluxes. Decreased 
gross primary production and changes in ecosystem respiration resulting 
from severe disturbance and tree mortality can notably reduce forest C 
sequestration and temporarily turn a forest from being a C sink into a C 
source (Ghimire et al., 2015; Hicke et al., 2012; Kurz et al., 2008; Lin-
droth et al., 2009). Depending on the amount of remaining living trees 
and stand structure, the effects can, however, be transient and less se-
vere (Brown et al., 2010; Reed et al., 2014). 
Storms and outbreaks of the European spruce bark beetle (Ips 
typographus L.) are two major natural disturbances of forests in Europe, 
and tree damage and mortality by both are expected to increase in the 
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future (Bentz et al., 2019; Seidl et al., 2017). However, the nature of 
these two disturbances differ. Storms have an immediate impact, with 
uprooted and broken trees usually dying soon after the event and is often 
associated with disturbance of the soil. Tree mortality by I. typographus 
and vectored pathogenic fungi develops more gradually as the flow of 
photosynthates in the host-tree phloem is hindered (Biedermann et al., 
2019), and may result in more patchy and spatially interspersed infes-
tation and tree mortality patterns (Karvemo et al., 2014b; Økland et al., 
2016) than severe storms. 
Although the dynamics of tree mortality differ, storm and bark beetle 
disturbance may be expected to have similar effects on soil functioning 
and C cycling. In addition to tree belowground allocation of photosyn-
thates, litter inputs to soil (Bradford et al., 2012; Kopacek et al., 2015; 
Trahan et al., 2015) would be affected. For example, litterfall from trees 
killed by bark beetles is often massive shortly after the outbreak 
(Kopacek et al., 2015). Also, soil microclimate (Mayer et al., 2017, 2014; 
Morehouse et al., 2008), microbial community composition and func-
tioning (Simonovicova et al., 2019; Stursova et al., 2014), as well as 
decomposition and nutrient cycling (Cigan et al., 2015; Mayer et al., 
2017; Sariyildiz et al., 2008) are often altered by the tree mortality and 
related changes in the environment. Such changes and their magnitude 
can be expected to change over time and to vary depending on distur-
bance intensity (tree mortality) and whether the dead trees are har-
vested afterwards. 
Wind and harvest disturbances have been shown to affect forest floor 
(soil organic layers) C stocks already during the first decade after the 
event, whereas changes in mineral soil C stocks are often less or at least 
are slower (Bradford et al., 2012; James and Harrison, 2016; Mayer 
et al., 2017; Nave et al., 2010; Piirainen et al., 2015). However, soil 
labile C fractions and microbial community composition often respond 
quickly to disturbance. Tree death may result in a decrease in the 
abundance and richness of tree-symbiotic ectomycorrhizal (ECM) fungi 
(Mayer et al., 2017; Treu et al., 2014; Pec et al., 2017; Stursova et al., 
2014), whereas saprotrophic fungi can benefit from the increase in the 
supply of dead organic matter soon after disturbance (Stursova et al., 
2014; Treu et al., 2014). Depending on the changes in belowground 
allocation of photosynthates and litter inputs and other changes in the 
environment, microbial biomass and/or dissolved organic C (DOC) 
concentrations can at least temporarily decline during the first years 
after storm and bark beetle disturbance (Gomoryova et al., 2011; 
Stursova et al., 2014; Trahan et al., 2015), whereas temporary increases 
during the first years after disturbance have also been shown (Kana 
et al., 2015). 
In this study we investigated the effects of storm and I. typographus 
induced disturbances on tree and soil C stocks, humus layer C fractions 
and microbial community composition. The C stocks (tree aboveground, 
litter detritus, humus layer, and top mineral soil), and humus layer labile 
C fractions and various measures of microbial abundance and diversity 
(K2SO4 extractable and microbial biomass C, fungal biomass, ECM 
fungal mycelial growth, fungal and bacterial community composition) 
of storm and I. typographus disturbed plots were quantified and 
compared with those from undisturbed (living trees) plots. The study 
took place five to seven years after the storm and about one to four years 
after major tree mortality caused by I. typographus. 
Given the differences in the nature and dynamics of tree mortality 
between storm disturbances and bark beetle outbreaks described above, 
and the difference in the time since the two disturbances occurred at the 
study area, we hypothesized that: 1) litter detritus (distinguishable 
twigs, bark and cones) C stocks would be greater at the disturbed plots 
than at the undisturbed plots, but C stocks of the humus layer and top 
mineral soil between the plot types would not differ, and 2) ECM fungal 
abundance and humus layer K2SO4 extractable (labile) C, microbial 
biomass C and fungal biomass concentrations would be lower in the 
disturbed plot types, most distinctly at the storm affected plots. These 
microbiological differences between the plot types were also expected to 
be reflected in the differences in bacterial and fungal communities 
indicated by DNA sequencing. 
2. Materials and methods 
2.1. Study area and plot establishment 
The study was carried out in two Norway spruce (Picea abies L.), 
dominated forest sites, Paajasensalo (56 ha) and Viitalampi (73 ha), 
located near each other (circa 6 km apart), in Ruokolahti (6117’30’’N, 
2849’0’’E), southeastern Finland. A severe storm hit the area in sum-
mer 2010 and was followed by an outbreak of I. typographus from 2011 
onwards. Such interaction between the two disturbance types is typical 
as wind-fallen trees provide optimal breeding material for I. typographus 
(Karvemo et al., 2014a). Tree mortality due the beetle mostly occurred 
in 2014–2015. Prior to the storm, the sites were under forest manage-
ment, but gained conservation status after the storm, and thus the trees 
killed by the disturbances have been left on site. 
The soils at both sites were mainly cambic podzols developed in till 
deposits with a sandy loam or loamy sand soil texture and a moder type 
humus layer. In addition to P. abies, Scots pine (Pinus sylvesteris L.) and 
deciduous trees (e.g. Betula pubescens L., Populus tremula L., Betula pen-
dula Roth, Alnus incana L., Alnus glutinosa L. Gaertn., Sorbus aucuparia L.) 
grow in these mature forests. According to Cajander’s site type classi-
fication (Cajander, 1949; Mikola, 1982), the forest site types in the area 
are mostly medium-rich (MT, Myrtillus type) and herb-rich fertile (OMT, 
Oxalis-Myrtillus) types with ground vegetation being dominated by 
mosses (mainly Pleurozium schreberi (Brid.) Mitt., Hylocomium splendens 
(Hedw.) BSG and Dicranum spp.), shrubs (Vaccinium myrtillus L. and 
occasional Vaccinium vitis-idaea L.), and occasional herbaceous plants (e. 
g. Oxalis acetocella L., Melampyrum sylvaticum L., Linnea borealis L.). 
However, the disturbances, especially the storm, had modified the 
ground vegetation composition in the more open areas towards more of 
light-demanding pioneer species (e.g. Rubus ideaus L., Epilobium angus-
tifolium L.) and grasses (e.g. Deschampsia flexuosa L.Trin). For period 
1981–2010, the mean annual precipitation in the study area was 653 
mm and temperature 4.2 C (Pirinen et al., 2012). 
Areas representing three types of stands (hereafter referred to as plot 
types) were identified in the two sites: living trees with no clear 
disturbance (LT), storm-felled trees (SF), and P. abies trees killed by 
I. typographus (ID). Circular plots (400 m2), representing each of the 
three plot types were then established in the summer of 2015 (6 plots) 
and in the summer of 2016 (6 plots). Although some of the dead trees at 
the SF plots had been infested by I. typographus, the initial cause of death 
was the storm in 2010. The dead P. abies trees on the ID plots had been 
infested by I. typographus from 2011 onwards and tree mortality was 
estimated to have occurred in 2013–2014. Other bark beetles, such as 
the sixtoothed bark beetle (Pityogenes chalcographus L.), typically 
occurring concurrently with I. typographus outbreaks (Gothlin et al., 
2000), were also detected and probably were the cause of death of some 
smaller P. abies trees at the ID plots. Some of the P. abies tree trunks on 
the LT plots had visible entrance holes of I. typographus, but the trees 
remained vigorous during our study. A more detailed description of the 
sites and plot set-up, along with photographs, can be found in Kosunen 
et al. (2019). 
2.2. Field work and sampling 
2.2.1. Sampling for determination of C stocks 
The trees were measured and samples of litter detritus, the humus 
layer and underlying mineral soil collected from each plot in August 
2015 (2015 established plots) and in 2016 (2016 established plots) for 
determination of above- and belowground C stocks. The diameter at 
breast height (dbh) of each living and dead tree with a dbh more than 6 
cm was measured. The height of those trees was also measured when 
possible (74% of trees). If a trunk was broken, the height of the standing 
and, if found, fallen parts were measured separately, otherwise only the 
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dbh of the standing part was recorded. Samples of litter detritus, humus 
layer and underlying (0–6 cm) mineral soil were collected from 12 
sampling points per plot (at 2.8 m outwards from plot center in each 
cardinal direction and at 8.5 m in each cardinal and half-cardinal di-
rection). If a sampling point was not representative (e.g. stone, tree, 
stump, pit created by windfalls with no humus layer), it was moved to 
the nearest suitable spot. At each sampling point, the ground vegetation 
except for mosses (if any) was first removed and the clearly distin-
guishable pieces of litter detritus (twigs <1 cm diameter, bark and 
cones) were collected from a 0.04 m2 area. More decomposed (not easily 
distinguishable to origin) litter was removed before a 0.01 m2 humus 
layer (Of Oh) sample was cut and its thickness recorded. The surface of 
the mineral soil was then exposed and a sample taken using a steel 
cylinder (surface area  26.4 cm2, height  5.9 cm). After returning 
from field, the samples, each in separate plastic bags, were stored in 
  20 C. 
2.2.2. Sampling for determination of humus layer C fractions, microbial 
abundance and community composition 
To estimate the growth of ectomycorrhizal (ECM) fungal mycelium, 
the in-growth mesh bag method (Wallander et al., 2001) was used. The 
in-growth bags (mesh size 50 μm), containing 120 g of acid-washed 
quartz sand (0.5–1.5 mm, SP Minerals), were inserted into the soil at 
seven points per plot (next to the plot center, 5.6 m outwards from plot 
center in each cardinal direction and at 9.0 m in North and South di-
rections) in June 2017. If a sampling point was not representative (e.g. 
stone, tree, stump), it was rejected, and the nearest suitable point taken. 
A steel auger was used to drill a vertical hole and the bags inserted so 
that the top was located at the interface of litter and humus layers. The 
in-growth bags were retrieved in November 2017 (i.e. after circa 22 
weeks), placed into plastic bags and into a cooler box for transport to the 
laboratory where they were stored at 4 C until analyzed. 
For the determination of C fractions, microbial abundance and 
community composition another set of humus layer samples was 
collected in August 2017. The samples were taken adjacent (circa 0.8 m) 
to each in-growth bag following the same procedure as in 2015 and 
2016, but the samples were placed immediately into a cooler box to be 
transported to the laboratory, where they were first stored at 4 C 
during sample pre-handing. 
2.3. Calculation of C stocks 
2.3.1. Aboveground tree C stocks 
Aboveground tree mass (tree stem, branches plus foliage) was 
calculated using the biomass equations developed by Marklund (1988) 
for P. sylvestris, P. abies and birch (P. pendula and pubescens). The 
equation for birch was applied to all deciduous trees (78% of which were 
birch). These functions use over-bark dbh alone or together with tree 
height to estimate aboveground tree dry weight. For dead P. abies trees 
that had lost their bark, bark thickness was estimated using a previous 
data set on bark thickness for similar sized P. abies trees in the area (data 
not shown), and added to the measured dbh of the tree. A dry weight C 
concentration of 50%, which often has been observed for coniferous tree 
stems, was used for calculating tree C stocks (Ma et al., 2018; Sandstrom 
et al., 2007). Tree aboveground necromass C stock was corrected for 
density loss by decay using annual decay rate constants of 3.3% for pine, 
3.4% for spruce and 4.5% for birch (used for all deciduous trees) 
(Krankina and Harmon, 1995), and the number of years since tree death 
in 2016 to be six years for SF plots and two years for ID plots. For trees 
that had died prior to the storm in 2010 (cause unknown), the number of 
years since death was taken to be 10 years. Since the forests had been in 
commercial use before 2010, the number of such trees was small (7% of 
all trees). 
2.3.2. Litter detritus, humus layer and soil C stocks 
Litter detritus, humus layer and mineral soil samples (n  48 per plot 
type) collected in 2015 and 2016 were dried (50 C, 96 h). Twigs (<1 cm 
diameter), bark and cones in the litter detritus samples were separated, 
weighed, and milled to a fine powder. The humus layer samples were 
weighed, roots picked out and weighed, and the remaining material 
milled. The mineral soil samples were sieved (2 mm mesh size) and 
weight of the >2 mm and <2 mm fractions, as well as that of the roots, 
recorded. Total C concentrations were determined with a VarioMax CN- 
device (Elementar Analysensysteme GmbH, Hanau, Germany). 
Litter detritus C stocks were calculated from the dry weights, sample 
area and C concentrations for twigs, bark and cones. Humus layer and 
mineral soil (<2 mm) C stocks, including that of the roots, were calcu-
lated using the dry weight bulk density of each sample, sampled layer 
thickness, and measured C concentrations, and an assumed C concen-
tration of 50% for roots. 
2.4. Humus layer C fractions and microbial community composition 
2.4.1. Sample pre-handling 
In the laboratory (2–5 days after collection), the humus layer sam-
ples from 2017 (n  28 per plot type) were homogenized by removing 
roots and litter fragments. For DNA sequencing, subsamples (ca. 5 ml) of 
each homogenized sample were composited by plot type and study site 
to produce six samples altogether, i.e. two samples per plot type (Sup-
plementary material 1). For the fumigation extraction, ergosterol and 
total C analysis, the samples were composited so as to produce three 
samples per plot (i.e. two composite samples made from two samples 
and one composite sample made form three samples; selection of sam-
ples to composite being random), i.e. 12 samples per plot type. The in- 
growth bags (n  28 per plot type) were not composited. Sample 
composition and storage condition details are summarized in Supple-
mentary material 1. 
2.4.2. Microbial biomass, soil extractable and total C 
The chloroform fumigation-extraction method (Vance et al., 1987) 
was used to estimate microbial biomass C (CMB) from the humus layer 
samples. Briefly, after fumigation of subsamples with chloroform, 
extraction was done with a 0.05 M potassium sulphate solution (K2SO4; 
1:20). Another set of subsamples were handled in the same way, but not 
fumigated and taken straight to extraction. TOC concentrations in the 
filtrates were determined using a total organic C (TOC) analyzer (Shi-
madzu TOC-V CPH, Shimadzu Corp., Kyoto, Japan). CMB concentration 
(mg g  1 of sample dry weight) was calculated as the difference between 
fumigated and non-fumigated C concentrations divided by 0.45 (Vance 
et al., 1987). Non-fumigated K2SO4 extractable C corresponds to other 
labile forms of soil organic C (CEXT) (Makarov et al., 2013). Total C 
concentrations were determined from dried (50 C, 48 h) subsamples 
with VarioMax CN-device. 
2.4.3. Ergosterol analysis 
The concentration of ergosterol, a biomarker indicator of fungal 
biomass, was determined from the humus layer samples using high- 
performance liquid chromatography (HPLC) (Frostegård and Bååth, 
1996) as described in Adamczyk et al. (2019b). Briefly, ergosterol was 
extracted with cyclohexane and 10% KOH in methanol. Cyclohexane 
phase was removed, evaporated and residue was dissolved in methanol. 
The amount of ergosterol was measured with HPLC (HP Agilent 1100, 
Hewlett Packard, USA) using a C18 100A reverse-phase column. As a 
standard, pure ergosterol (Sigma-Aldrich, cat no 45480) was used. 
Concentrations of ergosterol were calculated per sample dry weight. 
2.4.4. Ectomycorrhizal fungal growth 
Each in-growth bag was cut open and the contents mixed. Sand from 
each bag was viewed under a stereomicroscope and the abundance class 
of ECM fungal hyphae assessed (0  no hyphae, 1  even one visible 
hyphae, 2  some hyphae easily found and slight aggregation of sand, 3 
 several hyphae easily found and clear aggregation of sand). 
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Subsamples were then taken to determine ergosterol concentration 
using the same procedure as described above. To obtain an index 
describing the ectomycorrhizal mycelial abundance and growth (ECM-
growth), the visual abundance estimates and ergosterol concentrations 
were normalized, summed and then normalized again, following Mayer 
et al. (2017). 
2.4.5. DNA extraction, MiSeq sequencing, processing and analysis of 
sequence data 
The plot type samples for DNA sequencing were thawed and DNA 
extracted using NucleoSpin for soil kit (Macherey Nagel, Germany) ac-
cording to the manufacturer’s protocol and DNA concentrations were 
measured with Nanodrop One (Thermo Scientific) and sequenced at the 
Institute of Genomics, the Tartu University, Estonia. For bacteria, the 
targeted V4 region of the 16S SSU rRNA and the ITS2 region for fungi 
were amplified in a two-step polymerase chain reaction (PCR) using the 
16S rRNA primers 515F and 806R (Caporaso et al., 2012, 2011) and 
ITS4 (White et al., 1990) and gITS7 (Ihrmark et al., 2012) with 8bp dual 
index for 24 cycles. The final PCR fragments were run as paired-end 2 
300 bp with the MiSeq platform (Illumina) using MiSeq v3 kit producing 
about 20–25M reads per flowcell. 
Quality filtering, removal of artifacts, primer-dimers and primers 
from raw 16S rRNA and ITS sequence reads was conducted with the 
PipeCraft 1.0 pipeline software (Anslan et al., 2017). PipeCraft utilizes 
several implemented tools, e.g., mothur v1.36.1 (Schloss et al., 2009), 
vsearch v1.11.1, CD-HIT v4.6 (Fu et al., 2012) and swarm v2.1.8 (Mahe 
et al., 2015) that are used in pre-processing, assembling, chimera 
filtering and clustering steps. Briefly, assembly of paired end reads and 
initial quality filtering was conducted with vsearch (v1.11.1; github. 
com/torognes/vsearch; Rognes et al., 2016) with minimum overlap 15, 
max differences 99, minimum length 150bp, e_max 1, max ambiguous 
0 and trunc qual 10 and 20 for bacteria and fungi, respectively. On 
average 35% of the raw reads were filtered out after the assembly. 
Chimera filtering was performed for the reoriented reads by using 
vsearch (v1.11.1; github.com/torognes/vsearch) de novo filtering with 
parameters: annotation 0.97 and abskew 2; and for ITS both reference 
based filtering was used with Unite ITS2 ref v7.1 as data base. The fungal 
ITS2 region was extracted from reads with ITSx (Bengtsson-Palme et al., 
2013). Sequence reads were then clustered and an OTU table created 
with CD-hit (Fu et al., 2012) with parameters: threshold 0.97 and min 
size 2. Finally, the OTUs were taxonomically annotated by searching 
representative bacterial or fungal sequences with BLAST using reference 
16S rRNA (SILVA_123_SSURef_Nr99_tax_silva.fasta) or ITS2 databases 
(sh_genral_release_dynamic_December 01, 2018.fasta) obtained from 
SILVA (Quast et al., 2013; Yilmaz et al., 2014) and UNITE (Nilsson et al., 
2018) respectively. Based on the BLAST results OTUs that had an e-value 
higher than e  25, query coverage less than 90% and identity less than 
70% with the database match were filtered out. OTUs that had affiliation 
other than to bacteria or fungi and all OTUs of relative proportion below 
0.0001% were also removed from the data (<13 reads). FUNGuild was 
used to detect functional information on fungal guilds of OTUs (Nguyen 
et al., 2016). A total of 136 171 reads were retained to make 462 OTUs 
representing fungal community, and 116 044 reads to make 549 OTUs 
representing bacterial community. The raw sequence data was deposited 
to the sequence read archive (SRA) of NCBI/EMBL databases with the 
accession number PRJNA575623. 
2.5. Statistical analyses and visualization of data 
Significant differences in the litter detritus and soil properties be-
tween the plot types were tested using an ANOVA having a linear mixed 
effects model structure, followed by Tukey’s pairwise comparisons of 
the estimated marginal means. In the mixed effects model, plot type and 
interaction between plot type and forest site (Paajasensalo and Viita-
lampi) were fixed factors and plot number (1–12) a random factor ac-
counting for potential spatial autocorrelation of samples collected from 
the same plots. If interaction between forest site and plot type or forest 
site did not show a significant effect in the model, they were removed, 
and only plot type left as a fixed factor. This was the case for all quan-
tified variables except humus layer ergosterol concentration. Trans-
formations (square root or cube root) were applied if needed. 
Differences in aboveground living and dead tree C stocks between the 
plot types were not tested statistically as they were plot-level variables 
(n  4 per plot type). The DNA sequenced microbial group-level data 
was not statistically tested due to the low number of observations (n  2 
per plot type), but principal components analysis (PCA) was conducted 
to visualize the differences in microbial community composition be-
tween the plot types. Also, shared and unique OTUs between plot types 
were visualized using Venn diagrams, and proportions of most dominant 
fungi and bacteria at each plot type were visualized with heatmaps. 
Statistical testing and visualization of the data with Venn diagrams was 
carried out using the R-statistical computing environment (R Core Team, 
2019). Package lme4 (Bates et al., 2015) was used for linear mixed 
modeling, car (Fox and Weisberg, 2019) for ANOVA and emmeans 
(Lenth, 2019) for post-hoc testing. Packages venn (Chen et al., 2018) and 
VennDiagram (Dusa, 2018) were used to create Venn diagrams. Rare-
faction curves (Supplementary material 7) were conducted for OTU 
sequence data using the vegan package (Oksanen et al., 2019) to verify 
that OTU data in all sample libraries were comparable to be used in PCA 
to visualize the difference between sample types. PCA was conducted 
using Canoco 5 for Windows (Microcomputer Power, Ithaca, NY, USA, 
2012). 
3. Results 
3.1. Stand characteristics of the plots 
Plot mean dbh of all (living and dead) trees varied between 14.7 and 
24.8 cm, and plot mean tree height between 12.4 and 21.5 m (Table 1). 
The living tree basal area among the disturbed plots ranged between 
0 and 22.8 m2 ha  1 and that of dead trees between 20.1 and 39.7 m2 
ha  1 (Table 1). The living to all tree basal area rations varied between 
0.81 and 0.99 at the LT plots, 0.00 and 0.36 at the SF plots and 0.07 and 
0.36 at the ID plots, the SF plots in Viitalampi site having the lowest 
ratios. Among all plots, proportion of P. abies covered 45–100% of all 
(living or dead) trees (Table 1), however, on the plot with the lowest 
proportions (Viitalampi LT plot established in 2016), 59% of the living 
trees were spruce. 
3.2. Tree, litter detritus, humus layer and soil C stocks 
Aboveground mean tree C stock averaged by plot type were 116 Mg 
C ha  1 for LT, 78 Mg C ha  1 for SF, and 108 Mg C ha  1 for ID (Fig. 1a). 
The mean aboveground total tree C stocks of the disturbed plots was 
however slightly lower (not statistically tested) than that of the LT plots 
already without the decay corrections (120 for the LT, 93 for the SF and 
114 for the ID plots). The proportion of dead tree necromass per all tree 
C stocks was 7% for LT plots, 80% for SF plots and 71% for ID plots. The 
estimated mean change in the aboveground tree necromass C stocks due 
to the decay loss six years after the storm at the SF plots and two years 
after I. typographus caused tree mortality at the ID plots, was 19% (14.9 
Mg C ha  1) and 7% (5.5 Mg C ha  1), respectively. 
Litter detritus (distinguishable twigs <1 cm in diameter, bark and 
cones) C stocks were significantly and more than twice higher on the ID 
plots in comparison to LT and SF, the difference mostly owing to the 
greater amount of bark and cones on the ID plots (Fig. 1b). Humus layer 
or mineral soil (0–6 cm depth) C stocks did not differ between the plot 
types (Fig. 1c). 
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3.3. C fractions, ergosterol concentration and ECM fungal mycelial 
growth 
No significant differences in humus layer total C concentrations or 
CEXT between the plot types were found, although their values were 
lower at SF and ID plots than at LT (Table 2). Removal of an outlier CEXT 
value in LT, did decrease the LT mean values to 0.98 mg g  1 but did not 
affect the significance of differences between the plot types. Humus 
layer CMB and ergosterol concentrations were significantly lower at the 
disturbed plot types in comparison to LT plots. Ergosterol concentrations 
showed significant interaction between plot type and forest site in the 
mixed effects model. This was because in Viitalampi, concentrations in 
the SF (111 mg g  1) and ID (140 mg g  1) plots were significantly lower 
than those of LT (235 mg g  1) while in Paajasensalo, the concentrations 
at SF (187 mg g  1) were higher than at ID (141 mg g  1) but still slightly 
lower than at LT (189 mg g  1), although those differences were not 
significant. Mean ergosterol concentrations in the ECM in-growth bags 
were 0.21 for the LT, 0.07 for the SF and 0.05 μg g  1 (of sand dry weight) 
for the ID plots. Mode values of the visual classification of mycelial 
abundance in the in-growth bags were 1 for the LT, 0 for the SF and 1 for 
the ID plots. The ECMgrowth values were thus significantly lower for the 
disturbed plot types in comparison to LT (Table 2). None of the other 
variables than ergosterol concentration showed a significant interaction 
between plot type and forest site. However, magnitude of difference in 
ECMgrowth means between LT, SF and ID plots were slightly more distinct 
in Viitalampi (0.52, 0.17 and 0.16, respectively) than Paajasensalo 
(0.39, 0.21 and 0.17). Similarly, those of CMB were slightly more distinct 
in Viitalampi (6.6, 4.6 and 4.9, for LT, SF and ID, respectively) than 
Paajasensalo (6.7, 5.5 and 5.3). 
3.4. Humus layer microbial community composition 
At the phylum level over 90% of fungal OTUs were affiliated to three 
major phyla: Basidiomycota (average proportion 43% of all reads), 
Table 1 
Plot stand characteristics at the Paajasensalo (PS) and Viitalampi (VL) study sites. LT  Undisturbed, living trees, SF  Storm killed trees, ID  I. typographus killed 
trees.  
Study site Plot type Year of plot establishment dbh, cm a h, m b Number of stems per hac Basal area, m2 ha  1 
Total S% P% D% Living Dead Total Living/Total 
PS LT 2015 20.6 18.6 1350 65 22 13 42.2 9.3 51.5 0.82 
PS SF 2015 21.7 18.5 925 81 14 5 13.6 24.6 38.2 0.36 
PS ID 2015 24.8 21.2 625 96 0 4 5.5 27.4 33,0 0.17 
PS LT 2016 19.7 15.4 925 89 0 11 34.3 0.9 35.2 0.97 
PS SF 2016 17.2 13.4 1725 88 0 12 10.6 36.8 47.4 0.22 
PS ID 2016 14.7 12.4 1525 100 0 0 2.3 29.3 31.7 0.07 
VL LT 2015 20.6 19.3 975 97 0 3 35.9 0.4 36.3 0.99 
VL SF 2015 24.5 20.3 600 100 0 0 0.0 28.6 28.6 0.00 
VL ID 2015 24.0 21.5 650 100 0 0 9.8 20.1 30.0 0.33 
VL LT 2016 20.1 20.5 1275 45 4 51 39.8 9.5 49.2 0.81 
VL SF 2016 18.5 16.1 800 63 0 38 0.7 26.0 26.7 0.03 
VL ID 2016 19.0 17.8 1800 96 0 4 22.8 39.7 62.5 0.36  
a Mean tree diameter at breast height (corrected for lost bark) 
b Mean tree height (measured for 74% of trees) 
c S%  proportion of spruce, P%  proportion of pine, D%  proportion of deciduous trees 
Fig. 1. a) Aboveground tree, b) litter detritus and c) humus layer and mineral soil (0–6 cm depth) mean (standard error, based on plot mean values) C stocks (Mg C 
ha  1) of LT (living trees), storm (SF) and Ips typographus (ID) disturbed plots. Different letters indicate significant differences in the estimated marginal means of litter 
detritus or soil C stocks between the plot types (α  0.05; ANOVA with a mixed model structure and Tukey’s post-hoc). Testing of significant differences in litter 
detritus C stocks between plot types were based on cube-root transformed values. 
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Ascomycota (38%) and Mortierellomycota (13%). OTUs representing 
the most abundant fungal families from total of 87 detected families in 
all sample types were affiliated to Mortierellaceae (13% of all reads with 
25 OTUs), Russulaceae (11% of all reads with 21 OTUs), Cortinariaceae 
(8% of all reads with 44 OTUs) and Atheliaceae (8% of all reads with 13 
OTUs) (data not shown). 
From the total 462 fungal and 549 bacterial OTUs, 40 (fungi) and 30 
(bacteria) OTUs that best explained the variation in the data and dif-
ferences between the plot types are shown in the PCA figures (Fig. 2a 
and b, Supplementary material 2 and 5). Principal components axes 1 
and 2 (PC1 and PC2) explained 38% and 28% of the variation in the 
fungal data respectively, but with only two replicates the significance of 
axes can only be considered as indicative (Fig. 2a). The majority (88%) 
of the best fitting 40 fungal representative OTUs shown in the PCA were 
separated along PC1, indicating higher abundance of their reads in the 
LT plot types (Fig. 2a, Supplementary material 2). Many OTUs affiliating 
to common ECM fungal genera such as some Russula sp., Piloderma sp. 
and Cortinarius sp. were among the most abundant genera in the LT plots 
but nearly absent in the disturbed plot types (Supplementary material 
3). In contrast, OTUs affiliating to Chaetochytriales sp., a common 
ascomycetous, yeast-like group of fungi, and some saprotrophic fungi, e. 
g. Mortierella sp., were slightly more abundant in the disturbed plots 
(Supplementary material 3). The Venn diagram (Supplementary mate-
rial 4a) shows that 68% (n  315) of the fungal representative sequences 
were observed on all plot types and the LT plot types had more unique 
OTUs (n  27) compared to the disturbed plots (n  17 for SF and n  12 
for ID) and 67% of the unique OTUs at the LT were affiliated to ECM 
fungal genera. 
PC1 and PC2 axes explained 61 and 19% of the variation in the 
bacterial data respectively, but again with only two replicates the sig-
nificance of axes can be only be considered as indicative (Fig. 2b, Sup-
plementary material 5). Over 75% of the best fitted bacterial OTUs in the 
PCA showed specificity towards LT plots (Fig. 2b, Supplementary ma-
terial 5). Seven OTUs in the PCA, including those affiliating to known 
genera (e.g. Acidocella, Allohizobium, Singulisphaera, Burkholderia and 
Occallatibacter) indicated slightly greater abundance in the LT plots in 
comparison to disturbed plots and were among the dominant ones 
(Supplementary material 5 and 6). Five other bacterial OTUs that 
affiliated to different taxa (e.g., Rhodoplanes and Jatrophihabitans) 
showed specificity to the disturbed plots, but they were not among the 
dominant ones (Supplementary material 5 and 6). However, many 
common bacterial genera, such as Bradyrhizobium and Acidothermus had 
rather similar abundances at each plot type (Supplementary material 6). 
The Venn diagram of the bacterial OTUs (Supplementary material 4b) 
shows that the LT plots had almost half less unique bacterial OTUs than 
the disturbed SF and ID plot types, which had much more shared bac-
terial OTUs (n  55) with each other compared to shared OTU amounts 
with the LT plots (with SF 18 shared OTUs and with ID 8 shared OTUs). 
Table 2 
Mean (standard error, based on plot mean values) humus layer C fraction and 
ergosterol concentrations and topsoil ECM fungal abundance and growth index 
(ECMgrowth) of LT (living trees), storm (SF) and Ips typographus (ID) disturbed 
plots. All values are calculated per sample dry weight. Different letters indicate 
significant differences in the estimated marginal means of variables between the 
plot types (α  0.05; ANOVA with a mixed model structure and Tukey’s post- 
hoc. Interaction between forest site and plot type was included in the mixed 
model of ergosterol concentration). Testing of sigificant differences in ECMgrowth 
between plot types were based on square-root transformed values.   
Plot type 
LT  SF  ID  
Total C, mg g  1 461  8.7 a 426  15.4 a 429  12.2 a 
Soil extractable C, mg 
g  1 
1.18 
0.25 
a 0.73 
0.03 
a 0.80 
0.10 
a 
Microbial biomass C, 
mg g  1 
6.7  0.37 a 5.1  0.28 b 5.1  0.23 b 
Ergosterol, μg g-1 212  16.3 a 149  25.1 b 141  7.9 b 
ECMgrowth 0.45 
0.042 
a 0.19 
0.031 
b 0.16 
0.020 
b  
Fig. 2. a) Principal component analysis (PCA) for visualization of the fungal community composition (only the best fitting 40 from the total 462 fungal repre-
sentative OTUs are shown) and 2b) bacterial community composition (only the best fitting 30 from the total 549 bacterial representative OTUs are shown) between 
LT (living trees) and disturbed storm-felled (SF) and Ips typographus killed (ID) plot types. Numbers refer to the respective OTUs. Of the best fitting 40 fungal OTUs, 
most abundant (read amount of representative fungal database match from total read amount more than 1% at a plot type) are underlined in the figure. Those were: 
OTU 1 Russula decolorans, OTU 3 Cortinarius alpinus, OTU 4 Piloderma bicolor, OTU 5 Chaetothyriales sp., OTU 6 Piloderma sphaerosporum, OTU 17 Mortierella 
macrocystis, OTU 19 Russula rhodopus, OTU 26 Cortinarius sp., OTU 28 Tretomyces lutescens, OTU 44 Sebacinales sp. Of the best fitting 30 bacterial OTUs, most 
abundant (read amount of database match from total read amounts more than 1% at a plot type) ones were: OTU 81 WD260 uncultured Proteobacteria, OTU 82 
Burkholderia (including also genera Caballeronia and Paraburkholderia), OTU 92 Occallatibacter, OTU 93 uncultured Methylacidiphilaceae, OTU 98 Singulisphaera, 
OTU 102 Acidocella, OTU 103 Allorhizobium (including also genera Neorhizobium, Pararhizobium and Rhizobium) All of the fitted OTUs can be found in Supplementary 
material 2 and 5. 
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4. Discussion 
Our first objective was to examine the effects of storm and 
I. typographus induced tree mortality on aboveground tree biomass and 
necromass, litter detritus (twigs, bark and cones), humus layer and 
topsoil C stocks. While any difference in tree C stocks between the three 
plot types would reflect the continued growth of the living trees, decay 
of the dead trees as well as any difference in biomass between the plots 
before disturbance, the much greater proportion of tree necromass C on 
the disturbed plot types is obviously related to storm and I. typographus 
induced tree mortality. The estimated 19% (SF; storm-felled trees) and 
7% (ID; I. typographus killed trees) decrease in aboveground necromass C 
however indicated no drastic change in aboveground tree C stocks at the 
disturbed plots six years (storm) and circa two (I. typographus) years 
after the disturbances. 
Our results generally supported the hypothesis that while litter 
detritus C stocks would be greater at the disturbed plots in comparison to 
those at the undisturbed (LT) plots, humus layer and top mineral SOC 
stocks would not differ between plot types. However, only the litter 
detritus C stocks on the ID plot types were greater than at LT, which 
could partly be because litter from dead trees at the SF plots was 
probably more decomposed than at ID. Also, it could relate to differing 
litterfall inputs from trees killed by storm and I. typographus. Bark from 
beetle killed trees can detach quite fast due to the galleries excavated 
under bark (Lieutier et al., 2016), whereas more bark seemed to have 
remained on the dead trees at the SF plots even though I. typographus had 
colonized some of them in 2011–2012. In unmanaged forests where 
there is no removal of dead trees, for example after bark beetle distur-
bance, litterfall can remain high for a relatively long time period 
(Kopacek et al., 2015). The higher or at least similar litter detritus C 
stocks on both of the disturbed plots in comparison to the LT plots can 
therefore be expected to persist for some time as the bark, twigs and 
branches from the dead tree continue to fall to forest floor. 
Accelerated decomposition stimulated by increased soil temperature 
after wind and harvest disturbance has been shown to drive a decrease in 
SOC stocks in a study in the European Alps (Mayer et al., 2017). Previous 
research at our study sites, however, indicated little difference in soil 
temperature or heterotrophic soil surface CO2 effluxes seven (storm) and 
circa three (beetle) years after tree mortality (Kosunen et al., 2019). 
However, for example greatly increased fresh needle litterfall (Kopacek 
et al., 2015) with a favorable quality for decomposition (Morehouse 
et al., 2008; Sariyildiz et al., 2008) may have created more notable C 
losses during or soon after the disturbances. Nevertheless, the similarity 
in humus layer and mineral soil C stocks between plot types indicated 
that decomposition of the humus layer and mineral soil organic matter 
had not been greatly affected by disturbance at the time of the study. The 
relatively high litter detritus C stocks at the disturbed plots might help to 
sustain forest floor C stocks for longer than if the dead trees had been 
harvested. 
Secondly, we investigated how the two types of disturbance affected 
humus layer C fractions and microbial community composition. We had 
hypothesized that ECMgrowth and humus layer CEXT, CMB as well as 
ergosterol (fungal biomass) concentrations would be lowest in the 
disturbed SF and ID plots (seven and three–four years after tree mor-
tality, respectively), most distinctly at the SF plots. We also expected the 
microbiological differences between the plot types to be reflected in the 
differences in bacterial and fungal communities indicated by DNA 
sequencing. Our results showed that ECMgrowth, CMB and fungal biomass 
indeed were lower at the disturbed plots than at LT but CEXT did not 
significantly differ. Between the disturbed SF and ID plots, magnitude of 
each variable was however similar. 
The lower ECMgrowth at the disturbed plots was likely due to the 
death of most host trees, which usually leads to a decreased below-
ground allocation of photosynthates and a reduction in ECM fungal 
mycelia (Hogberg and Hogberg, 2002; Hogberg et al., 2001). Since ECM 
mycelium comprise circa 30–40% of CMB in coniferous forests (Hogberg 
et al., 2010; Hogberg and Hogberg, 2002), the lower CMB at SF and ID 
plots was probably mostly due to the decrease in ECM fungi. Although 
our DNA sequencing results can only be considered directional because 
of the low number of replicates, they were consistent enough to also 
indicate a lower abundance and a slightly lower diversity of ECM fungi 
at the disturbed plots. In coniferous boreal forests, the response of ECM 
fungal diversity to harvest disturbance has been shown to relate to the 
amount of retained trees (Sterkenburg et al., 2019), and the recovery of 
ECM fungal biomass production to occur within a few decades after 
harvest and tree regeneration (Wallander et al., 2010). The remaining 
living mature trees and/or proximity of undisturbed forest at our SF and 
ID plots indeed seemed to have been sufficient to maintain several ECM 
fungal species typical of old-growth forests (e.g. Russula sp.) and would 
also be expected to fasten the recovery of ECM fungal abundance. 
Considering forest C sink recovery, recovery of the ECM fungi would be 
crucial, as they not only increase tree seedling survival and growth 
(Vaario et al., 2009), but also are very important in immobilizing and 
storing C to soil (Adamczyk et al., 2019; Clemmensen et al., 2013; 
Averill et al., 2014). 
In addition to the changes in belowground allocation of photosyn-
thates, soil microbial community composition and DOC concentrations 
would be affected by fluctuations in litter input and its decomposition 
after tree-killing disturbance (Kana et al., 2015; Stursova et al., 2014; 
Trahan et al., 2015). That CEXT concentrations were not significantly 
lower at SF and ID plots in comparison to LT, was possibly due to 
decomposition of litter detritus and organic matter and the belowground 
C allocation from the remaining living trees, seedlings and ground 
vegetation partly compensating for decreased supply of CEXT from 
mature living trees. 
The lower fungal biomass at the disturbed plots in comparison to the 
LT plots likely owed to the decrease in ECM fungi and did not indicate 
such increases of saprotrophic fungal biomass that would have 
compensated fully for the losses in ECM fungi. However, the DNA 
sequencing results indicated that certain decomposing (e.g. Chaeto-
thyriales sp. and Mortierella sp.) fungi had benefited from the disturbance 
and resulting tree necromass and litter detritus at the storm and 
I. typographus affected plots. The significant interaction between plot 
type and forest site (Paajasensalo and Viitalampi) for the humus layer 
fungal biomass (ergosterol concentration) was due to the difference in 
values between LT and the disturbed plot types being more distinct and 
differences between the SF and ID plots being opposite at Viitalampi in 
comparison to Paajasensalo. This may be related to the narrower dif-
ference in proportions of living to total tree basal area, and consequently 
also in ECMgrowth, between the LT and SF plots at Paajasensalo in 
comparison to Viitalampi. 
Bacterial biomass was not separately quantified in our study, how-
ever, the lower microbial biomass (of similar level as fungal biomass) at 
the disturbed plot types indicated no great changes in bacterial biomass 
due to the disturbances. Although the DNA results indicated a commu-
nity shift and slightly greater bacterial diversity at the disturbed plots, 
abundance of the most dominant bacterial OTUs did not seem to greatly 
differ between the plot types. However, some dominant bacterial OTUs 
showed higher specificity and abundance in LT plots. One of these was 
Occallatibacter, belonging to the N-suppressed genera of Acid-
obacteriaceae (Subgroup 1). Three other of the bacterial OTUs that 
matched to known taxa and affiliated to Proteobacteria of the Acidocella 
and Burkholderia genera and Rhizobiaceae family have been shown to be 
typical bacterial taxa in Swedish Norway spruce forests (Haas et al., 
2018). Burkholderia was more abundant in root than in soil samples 
(Haas et al., 2018) and dominant in the ectomycorrhizosphere of soil--
Quercus petraea-Scleroderma citrinum continuum (Uroz et al., 2013), 
suggesting their colonization with tree-associated mycorrhizal fungi. 
Some bacterial OTUs showed higher specificity towards disturbed plots, 
but their low general abundance in our limited data prevents any further 
interpretation. Soil bacterial community composition has previously 
been shown to be relatively little affected by storm and bark beetle 
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disturbance (Ferrenberg et al., 2014; Simonovicova et al., 2019) and the 
magnitude of changes relate to the proportion of remaining living trees 
(Mikkelson et al., 2017), which might have helped to stabilize the bac-
terial community in our disturbed plots. 
Tree mortality resulting from storm disturbance is immediate and 
commonly includes soil disturbance while an I. typographus outbreak is 
more gradual, dispersed over time and often leads to patchier tree 
mortality. Tree mortality in our study area indeed varied from in-
dividuals to stand-level, suggesting that there may be considerable 
variation and differences in soil C stocks and fractions and microbial 
communities in the disturbed areas. However, our results indicated no 
pronounced differences in the effects of storm and I. typographus 
disturbance on those variables. This might be to some extent explained 
by our sampling strategy and the rather similar mean basal area of dead 
trees on our SF and ID disturbed study plots. In addition, although the 
difference in the nature of storm and I. typographus disturbance would be 
expected to be reflected in the development of the intensity and timing 
of the effects on C cycling, over time, the effects might become similar. 
However, as the two disturbances in our study occurred at different 
times, their impact on C cycling would be at different stages of devel-
opment, and therefore it is difficult to attribute any similarity or dif-
ference between the SF and ID plot types to disturbance type only. 
5. Conclusions 
In spite of the more gradual development and intensity of 
I. typographus outbreaks in comparison to storm events, in our study the 
two disturbance types appeared to have rather similar effects on humus 
layer C and microbiology, which may be related to the difference in the 
time since the disturbance (study conducted five to seven years after 
storm and one to four years after I. typographus disturbance). The shift 
from living tree biomass to necromass C stocks was reflected in greater 
litter detritus C stocks at the beetle plots. However, no differences in 
SOC stocks or humus layer extractable C concentrations between the 
plot types were shown. Humus layer microbial biomass C and ergosterol 
concentrations and ECM fungal abundance were lower on disturbed 
plots in comparison to undisturbed ones. DNA sequencing indicated that 
the disturbed plots had a lower abundance and slighty lower diversity of 
ECM fungi, but a slightly higher abundance of some saprotrophic fungi, 
whereas no pronounced differences in the most abundant bacteria were 
indicated between the plot types. More distinct or differing effects of 
storm and I. typographus disturbance on soil C stocks and fractions as 
well as microbial community may be expected when looking at differing 
spatial scales and because of variation in the pattern of tree mortality. 
We investigated the disturbance-mediated effects after only some years 
following the disturbance, but to understand the full impact of such 
disturbances on forest functioning and C balance, long-term monitoring 
studies will be required. 
Declaration of Competing Interest 
The authors declare that they have no known competing financial 
interests or personal relationships that could have appeared to influence 
the work reported in this paper. 
Acknowledgements 
We wish to thank Minna Blomqvist, Pentti Henttonen and Jaana 
Turunen for help with the field work, and Stora Enso Ltd, especially 
Jarmo Hakalisto, and Tornator Ltd., especially Maarit Sallinen, for 
enabling this study to be carried out in the Viitalampi and Paajasensalo 
sites. Kristiina Karhu, Janne Sormunen, Evin Üstun and Marjut Wallner 
are acknowledged for help and work with the laboratory analyses, Tuula 
Kantola for help in planning the field sampling and Paavo Ojanen for 
help with the statistical questions. In addition, we acknowledge funding 
from the AGFOREE Doctoral Programme of University of Helsinki, 
Finland, Finnish Cultural Foundation South-Karelia Regional Fund 
(Artturi and Aina Helenius grant, grant number: 05152008, Finland, the 
Niemi Foundation, Finland, and the Maj and Tor Nessling Foundation 
(grant number: 201600394), Finland. 
Appendix A. Supplementary data 
Supplementary data to this article can be found online at https://doi. 
org/10.1016/j.soilbio.2020.107853. 
References 
Adamczyk, B., Sietio, O.-M., Biasi, C., Heinonsalo, J., 2019a. Interaction between tannins 
and fungal necromass stabilizes fungal residues in boreal forest soils. New 
Phytologist 223, 16–21. https://doi.org/10.1111/nph.15729. 
Adamczyk, B., Sietio, O.-M., Strakova, P., Prommer, J., Wild, B., Hagner, M., Pihlatie, M., 
Fritze, H., Richter, A., Heinonsalo, J., 2019b. Plant roots increase both 
decomposition and stable organic matter formation in boreal forest soil. Nature 
Communications 10, 3982. https://doi.org/10.1038/s41467-019-11993-1. 
Anslan, S., Bahram, M., Hiiesalu, I., Tedersoo, L., 2017. PipeCraft: flexible open-source 
toolkit for bioinformatics analysis of custom high-throughput amplicon sequencing 
data. Molecular Ecology Resources 17, e234–e240. https://doi.org/10.1111/1755- 
0998.12692. 
Averill, C., Turner, B.L., Finzi, A.C., 2014. Mycorrhiza-mediated competition between 
plants and decomposers drives soil carbon storage. Nature 505, 543. https://doi.org/ 
10.1038/nature12901. 
Bates, D., Maechler, M., Bolker, B., Walker, S., 2015. Fitting linear mixed-effects models 
using lme4. Journal of Statistical Software 67, 1–48. https://doi.org/10.18637/jss. 
v067.i01. Journal of Statistical Software.  
Bengtsson-Palme, J., Ryberg, M., Hartmann, M., Branco, S., Wang, Z., Godhe, A., De 
Wit, P., Sanchez-García, M., Ebersberger, I., de Sousa, F., Amend, A., Jumpponen, A., 
Unterseher, M., Kristiansson, E., Abarenkov, K., Bertrand, Y.J.K., Sanli, K., 
Eriksson, K.M., Vik, U., Veldre, V., Nilsson, R.H., 2013. Improved software detection 
and extraction of ITS1 and ITS2 from ribosomal ITS sequences of fungi and other 
eukaryotes for analysis of environmental sequencing data. Methods in Ecology and 
Evolution 4, 914–919. https://doi.org/10.1111/2041-210X.12073. 
Bentz, B.J., Jonsson, A.M., Schroeder, M., Weed, A., Wilcke, R.A.I., Larsson, K., 2019. Ips 
typographus and Dendroctonus ponderosae models project thermal suitability for intra- 
and inter-continental establishment in a changing climate. Frontiers in Forests and 
Global Change 2, 1. https://doi.org/10.3389/ffgc.2019.00001. 
Biedermann, P.H.W., Müller, J., Gregoire, J.-C., Gruppe, A., Hagge, J., 
Hammerbacher, A., Hofstetter, R.W., Kandasamy, D., Kolarik, M., Kostovcik, M., 
Krokene, P., Salle, A., Six, D.L., Turrini, T., Vanderpool, D., Wingfield, M.J., 
Bassler, C., 2019. Bark beetle population dynamics in the anthropocene: challenges 
and solutions. Trends in Ecology & Evolution 34, 914–924. https://doi.org/ 
10.1016/j.tree.2019.06.002. 
Bradford, J.B., Fraver, S., Milo, A.M., D’Amato, A.W., Palik, B., Shinneman, D.J., 2012. 
Effects of multiple interacting disturbances and salvage logging on forest carbon 
stocks. Forest Ecology and Management 267, 209–214. https://doi.org/10.1016/j. 
foreco.2011.12.010. 
Brown, M., Black, T.A., Nesic, Z., Foord, V.N., Spittlehouse, D.L., Fredeen, A.L., Grant, N. 
J., Burton, P.J., Trofymow, J.A., 2010. Impact of mountain pine beetle on the net 
ecosystem production of lodgepole pine stands in British Columbia. Agricultural and 
Forest Meteorology 150, 254–264. https://doi.org/10.1016/j. 
agrformet.2009.11.008. 
Cajander, A.K., 1949. Forest types and their significance. Acta Forestalia Fennica 56 (5). 
https://doi.org/10.14214/aff.7396 article id 7396.  
Caporaso, J.G., Lauber, C.L., Walters, W.A., Berg-Lyons, D., Lozupone, C.A., 
Turnbaugh, P.J., Fierer, N., Knight, R., 2011. Global patterns of 16S rRNA diversity 
at a depth of millions of sequences per sample. Proceedings of the National Academy 
of Sciences 108, 4516–4522. https://doi.org/10.1073/pnas.1000080107. 
Caporaso, J.G., Lauber, C.L., Walters, W.A., Berg-Lyons, D., Huntley, J., Fierer, N., 
Owens, S.M., Betley, J., Fraser, L., Bauer, M., Gormley, N., Gilbert, J.A., Smith, G., 
Knight, R., 2012. Ultra-high-throughput microbial community analysis on the 
Illumina HiSeq and MiSeq platforms. The ISME Journal 6, 1621–1624. https://doi. 
org/10.1038/ismej.2012.8. 
Chen, W., Simpson, J., Levesque, C., 2018. RAM: R for Amplicon-Sequencing-Based 
Microbial-Ecology. R package version 1.2.1.7. https://cran.r-project.org/package 
RAM. 
Cigan, P.W., Karst, J., Cahill, J.F., Sywenky, A.N., Pec, G.J., Erbilgin, N., 2015. Influence 
of bark beetle outbreaks on nutrient cycling in native pine stands in western Canada. 
Plant and Soil 390, 29–47. https://doi.org/10.1007/s11104-014-2378-0. 
Clemmensen E., K., Bahr, A., Ovaskainen, O., Dahlberg, A., Ekblad, A., Wallander, H., 
Stenlid, J., Finlay D., R., Wardle A., D., Lindahl D., B., 2013. Roots and associated 
fungi drive long-term carbon sequestration in boreal forest. Science 339, 1615–1618. 
https://doi.org/10.1126/science.1231923. 
Dusa, A., 2018. Venn: Draw Venn Diagrams. R package version 1.7. https://cran.r-pr 
oject.org/packagevenn. 
Edburg, S.L., Hicke, J.A., Brooks, P.D., Pendall, E.G., Ewers, B.E., Norton, U., Gochis, D., 
Gutmann, E.D., Meddens, A.J.H., 2012. Cascading impacts of bark beetle-caused tree 
mortality on coupled biogeophysical and biogeochemical processes. Frontiers in 
Ecology and the Environment 10, 416–424. https://doi.org/10.1890/110173. 
M. Kosunen et al.                                                                                                                                                                                                                               
Soil Biology and Biochemistry 148 (2020) 107853
9
Ferrenberg, S., Knelman, J.E., Jones, J.M., Beals, S.C., Bowman, W.D., Nemergut, D.R., 
2014. Soil bacterial community structure remains stable over a 5-year 
chronosequence of insect-induced tree mortality. Frontiers in Microbiology 5, 1–11. 
https://doi.org/10.3389/fmicb.2014.00681. 
Fox, J., Weisberg, S., 2019. An {R} Companion to Applied Regression, second ed. Sage, 
Thousand Oaks CA https://socialsciences.mcmaster.ca/jfox/Books/Companion/.  
Frostegård, A., Bååth, E., 1996. The use of phospholipid fatty acid analysis to estimate 
bacterial and fungal biomass in soil. Biology and Fertility of Soils 22, 59–65. https:// 
doi.org/10.1007/BF00384433. 
Fu, L., Niu, B., Zhu, Z., Wu, S., Li, W., 2012. CD-HIT: accelerated for clustering the next- 
generation sequencing data. Bioinformatics 28, 3150–3152. https://doi.org/ 
10.1093/bioinformatics/bts565. 
Ghimire, B., Williams, C.A., Collatz, G.J., Vanderhoof, M., Rogan, J., Kulakowski, D., 
Masek, J.G., 2015. Large carbon release legacy from bark beetle outbreaks across 
Western United States. Global Change Biology 21, 3087–3101. https://doi.org/ 
10.1111/gcb.12933. 
Gomoryova, E., Strelcova, K., Fleischer, P., Gomory, D., 2011. Soil microbial 
characteristics at the monitoring plots on windthrow areas of the Tatra National Park 
(Slovakia): their assessment as environmental indicators. Environmental Monitoring 
and Assessment 174, 31–45. https://doi.org/10.1007/s10661-010-1755-2. 
Gothlin, E., Schroeder, L.M., Lindelow, A., 2000. Attacks by Ips typographus and 
Pityogenes chalcographus on windthrown spruces (Picea abies) during the two years 
following a storm felling. Scandinavian Journal of Forest Research 15, 542–549. 
https://doi.org/10.1080/028275800750173492. 
Haas, J.C., Street, N.R., Sjodin, A., Lee, N.M., Hogberg, M.N., Nasholm, T., Hurry, V., 
2018. Microbial community response to growing season and plant nutrient 
optimisation in a boreal Norway spruce forest. Soil Biology and Biochemistry 125, 
197–209. https://doi.org/10.1016/j.soilbio.2018.07.005. 
Hicke, J.A., Allen, C.D., Desai, A.R., Dietze, M.C., Hall, R.J., Hogg, E., Ted), H.T., 
Kashian, D.M., Moore, D., Raffa, K.F., Sturrock, R.N., Vogelmann, J., 2012. Effects of 
biotic disturbances on forest carbon cycling in the United States and Canada. Global 
Change Biology 18, 7–34. https://doi.org/10.1111/j.1365-2486.2011.02543.x. 
Hogberg, M.N., Hogberg, P., 2002. Extramatrical ectomycorrhizal mycelium contributes 
one-third of microbial biomass and produces, together with associated roots, half the 
dissolved organic carbon in a forest soil. New Phytologist 154, 791–795. https://doi. 
org/10.1046/j.1469-8137.2002.00417.x. 
Hogberg, P., Nordgren, A., Buchmann, N., Taylor, A.F.S., Ekblad, A., Hogberg, M.N., 
Nyberg, G., Ottosson-Lofvenius, M., Read, D.J., 2001. Large-scale forest girdling 
shows that current photosynthesis drives soil respiration. Nature 411, 789–793. 
https://doi.org/10.1038/35081058. 
Hogberg, M.N., Briones, M.J.I., Keel, S.G., Metcalfe, D.B., Campbell, C., Midwood, A.J., 
Thornton, B., Hurry, V., Linder, S., Nasholm, T., Hogberg, P., 2010. Quantification of 
effects of season and nitrogen supply on tree below-ground carbon transfer to 
ectomycorrhizal fungi and other soil organisms in a boreal pine forest. New 
Phytologist 187, 485–493. https://doi.org/10.1111/j.1469-8137.2010.03274.x. 
Ihrmark, K., Bodeker, I.T.M., Cruz-Martinez, K., Friberg, H., Kubartova, A., Schenck, J., 
Strid, Y., Stenlid, J., Brandstrom-Durling, M., Clemmensen, K.E., Lindahl, B.D., 2012. 
New primers to amplify the fungal ITS2 region – evaluation by 454-sequencing of 
artificial and natural communities. FEMS Microbiology Ecology 82, 666–677. 
https://doi.org/10.1111/j.1574-6941.2012.01437.x. 
James, J., Harrison, R., 2016. The effect of harvest on forest soil carbon: a meta-analysis. 
Forests 7. https://doi.org/10.3390/f7120308. 
Karvemo, S., Rogell, B., Schroeder, M., 2014a. Dynamics of spruce bark beetle infestation 
spots: importance of local population size and landscape characteristics after a storm 
disturbance. Forest Ecology and Management 334, 232–240. https://doi.org/ 
10.1016/j.foreco.2014.09.011. 
Karvemo, S., Van Boeckel, T.P., Gilbert, M., Gregoire, J.-C., Schroeder, M., 2014b. Large- 
scale risk mapping of an eruptive bark beetle – importance of forest susceptibility 
and beetle pressure. Forest Ecology and Management 318, 158–166. https://doi.org/ 
10.1016/j.foreco.2014.01.025. 
Kana, J., Tahovska, K., Kopacek, J., Santruckova, H., 2015. Excess of organic carbon in 
mountain spruce forest soils after bark beetle outbreak altered microbial N 
transformations and mitigated N-saturation. PloS One 10, 1–19. https://doi.org/ 
10.1371/journal.pone.0134165. 
Kopacek, J., Cudlín, P., Fluksova, H., Kana, J., Picek, T., Santrůckova, H., Svoboda, M., 
Vanek, D., 2015. Dynamics and composition of litterfall in an unmanaged Norway 
spruce (Picea abies) forest after bark-beetle outbreak. Boreal Environment Research 
20, 305–323. 
Kosunen, M., Lyytikainen-Saarenmaa, P., Ojanen, P., Blomqvist, M., Starr, M., 2019. 
Response of soil surface respiration to storm and Ips typographus (L.) disturbance in 
boreal Norway spruce stands. Forests 10. https://doi.org/10.3390/f10040307. 
Krankina, O.N., Harmon, M.E., 1995. Dynamics of the dead wood carbon pool in 
northwestern Russian boreal forests. Water, Air, and Soil Pollution 82, 227–238. 
https://doi.org/10.1007/BF01182836. 
Kurz, W.A., Dymond, C.C., Stinson, G., Rampley, G.J., Neilson, E.T., Carroll, A.L., 
Ebata, T., Safranyik, L., 2008. Mountain pine beetle and forest carbon feedback to 
climate change. Nature 452, 987–990. https://doi.org/10.1038/nature06777. 
Lenth, R., 2019. Emmeans: Estimated Marginal Means, Aka Least-Squares Means. R 
package version 1.3.3. https://cran.r-project.org/packageemmeans. 
Lieutier, F., Mendel, Z., Faccoli, M., 2016. Bark beetles of mediterranean conifers. In: 
Paine, T.D., Lieutier, F. (Eds.), Insects and Diseases of Mediterranean Forest Systems. 
Springer International Publishing, Cham, pp. 105–197. 
Lindroth, A., Lagergren, F., Grelle, A., Klemedtsson, L., Langvall, O., Weslien, P., 
Tuulik, J., 2009. Storms can cause Europe-wide reduction in forest carbon sink. 
Global Change Biology 15, 346–355. https://doi.org/10.1111/j.1365- 
2486.2008.01719.x. 
Ma, S., He, F., Tian, D., Zou, D., Yan, Z., Yang, Y., Zhou, T., Huang, K., Shen, H., Fang, J., 
2018. Variations and determinants of carbon content in plants: a global synthesis. 
Biogeosciences 15, 693–702. https://doi.org/10.5194/bg-15-693-2018. 
Mahe, F., Rognes, T., Quince, C., de Vargas, C., Dunthorn, M., 2015. Swarm v2: highly- 
scalable and high-resolution amplicon clustering. PeerJ 3. https://doi.org/10.7717/ 
peerj.1420 e1420–e1420.  
Makarov, M.I., Shuleva, M.S., Malysheva, T.I., Menyailo, O.V., 2013. Solubility of the 
labile forms of soil carbon and nitrogen in K2SO4 of different concentrations. 
Eurasian Soil Science 46, 369–374. https://doi.org/10.1134/S1064229313040091. 
Marklund, L.G., 1988. Biomass Functions for Pine, Spruce and Birch in Sweden (In 
Swedish), 45. Department of Forest Survey Report, Umeå.  
Mayer, M., Matthews, B., Schindlbacher, A., Katzensteiner, K., 2014. Soil CO2 efflux from 
mountainous windthrow areas: dynamics over 12 years post-disturbance. 
Biogeosciences 11, 6081–6093. https://doi.org/10.5194/bg-11-6081-2014. 
Mayer, M., Sanden, H., Rewald, B., Godbold, D.L., Katzensteiner, K., 2017. Increase in 
heterotrophic soil respiration by temperature drives decline in soil organic carbon 
stocks after forest windthrow in a mountainous ecosystem. Functional Ecology 31, 
1163–1172. https://doi.org/10.1111/1365-2435.12805. 
Mikkelson, K.M., Brouillard, B.M., Bokman, C.M., Sharpa, J.O., 2017. Ecosystem 
resilience and limitations revealed by soil bacterial community dynamics in a bark 
beetle-impacted forest. mBio 8, 1–13. https://doi.org/10.1128/mBio.01305-17. 
Mikola, P., 1982. Application of vegetation science to forestry in Finland. In: Jahn, G. 
(Ed.), Handbook of Vegetation Science, Part 12. Dr W. Junk Publishers, The Hague, 
pp. 199–224. 
Mitchell, S.J., 2013. Wind as a natural disturbance agent in forests: a synthesis. Forestry 
86, 147–157. https://doi.org/10.1093/forestry/cps058. 
Morehouse, K., Johns, T., Kaye, J., Kaye, M., 2008. Carbon and nitrogen cycling 
immediately following bark beetle outbreaks in southwestern ponderosa pine 
forests. Forest Ecology and Management 255, 2698–2708. https://doi.org/10.1016/ 
j.foreco.2008.01.050. 
Nave, L.E., Vance, E.D., Swanston, C.W., Curtis, P.S., 2010. Harvest impacts on soil 
carbon storage in temperate forests. Forest Ecology and Management 259, 857–866. 
https://doi.org/10.1016/j.foreco.2009.12.009. 
Nguyen, N.H., Song, Z., Bates, S.T., Branco, S., Tedersoo, L., Menke, J., Schilling, J.S., 
Kennedy, P.G., 2016. FUNGuild: an open annotation tool for parsing fungal 
community datasets by ecological guild. Fungal Ecology 20, 241–248. https://doi. 
org/10.1016/j.funeco.2015.06.006. 
Nilsson, R.H., Larsson, K.-H., Taylor, A.F.S., Bengtsson-Palme, J., Jeppesen, T.S., 
Schigel, D., Kennedy, P., Picard, K., Glockner, F.O., Tedersoo, L., Saar, I., K~oljalg, U., 
Abarenkov, K., 2018. The UNITE database for molecular identification of fungi: 
handling dark taxa and parallel taxonomic classifications. Nucleic Acids Research 
47, D259–D264. https://doi.org/10.1093/nar/gky1022. 
Økland, B., Nikolov, C., Krokene, P., Vakula, J., 2016. Transition from windfall- to patch- 
driven outbreak dynamics of the spruce bark beetle Ips typographus. Forest Ecology 
and Management 363, 63–73. https://doi.org/10.1016/j.foreco.2015.12.007. 
Oksanen, J., Guillaume Blanchet, F., Friendly, M., Kindt, R., Legendre, P., McGlinn, D., 
Minchin, P.R., O’Hara, R.B., Simpson, G.L., Solymos, P., Stevens, M.H.H., Szoecs, E., 
Wagner, H., 2019. Vegan: Community Ecology Package. R package version 2.5-6. 
https://cran.r-project.org/packagevegan. 
Pec, G.J., Karst, J., Taylor, D.L., Cigan, P.W., Erbilgin, N., Cooke, J.E.K., Simard, S.W., 
Cahill, J.F., 2017. Change in soil fungal community structure driven by a decline in 
ectomycorrhizal fungi following a mountain pine beetle (Dendroctonus ponderosae) 
outbreak. New Phytologist 213, 864–873. https://doi.org/10.1111/nph.14195. 
Piirainen, S., Finer, L., Starr, M., 2015. Changes in forest floor and mineral soil carbon 
and nitrogen stocks in a boreal forest after clear-cutting and mechanical site 
preparation. European Journal of Soil Science 66, 735–743. https://doi.org/ 
10.1111/ejss.12264. 
Pirinen, P., Simola, H., Aalto, J., Kaukoranta, J.-P., Karlsson, P., Ruuhela, R., 2012. 
Climatological Statistics of Finland 1981-2010. Reports 2012-1. Finland, Helsinki.  
Quast, C., Pruesse, E., Yilmaz, P., Gerken, J., Schweer, T., Yarza, P., Peplies, J., 
Glockner, F.O., 2013. The SILVA ribosomal RNA gene database project: improved 
data processing and web-based tools. Nucleic Acids Research 41, D590–D596. 
https://doi.org/10.1093/nar/gks1219. 
R Core Team, 2019. R: A Language and Environment for Statistical Computing. R 
Foundation for Statistical Computing, Vienna, Austria. https://www.r-project.org/.  
Reed, D.E., Ewers, B.E., Pendall, E., 2014. Impact of mountain pine beetle induced 
mortality on forest carbon and water fluxes. Environmental Research Letters 9. 
https://doi.org/10.1088/1748-9326/9/10/105004. 
Rognes, T., Flouri, T., Nichols, B., Quince, C., Mahe, F., 2016. VSEARCH: a versatile open 
source tool for metagenomics. PeerJ 4. https://doi.org/10.7717/peerj.2584 
e2584–e2584.  
Sandstrom, F., Petersson, H., Kruys, N., Ståhl, G., 2007. Biomass conversion factors 
(density and carbon concentration) by decay classes for dead wood of Pinus sylvestris, 
Picea abies and Betula spp. in boreal forests of Sweden. Forest Ecology and 
Management 243, 19–27. https://doi.org/10.1016/j.foreco.2007.01.081. 
Sariyildiz, T., Akkuzu, E., Küçük, M., Duman, A., Aksu, Y., 2008. Effects of Ips typographus 
(L.) damage on litter quality and decomposition rates of oriental spruce [Picea 
orientalis (L.) Link.] in Hatila Valley National Park, Turkey. European Journal of 
Forest Research 127, 429–440. https://doi.org/10.1007/s10342-008-0226-6. 
Schloss, P.D., Westcott, S.L., Ryabin, T., Hall, J.R., Hartmann, M., Hollister, E.B., 
Lesniewski, R.A., Oakley, B.B., Parks, D.H., Robinson, C.J., Sahl, J.W., Stres, B., 
Thallinger, G.G., Van Horn, D.J., Weber, C.F., 2009. Introducing mothur: open- 
source, platform-independent, community-supported software for describing and 
comparing microbial communities. Applied and Environmental Microbiology 75, 
7537–7541. https://doi.org/10.1128/AEM.01541-09. 
M. Kosunen et al.                                                                                                                                                                                                                               
Soil Biology and Biochemistry 148 (2020) 107853
10
Seidl, R., Rammer, W., 2017. Climate change amplifies the interactions between wind 
and bark beetle disturbances in forest landscapes. Landscape Ecology 32, 
1485–1498. https://doi.org/10.1007/s10980-016-0396-4. 
Seidl, R., Thom, D., Kautz, M., Martin-Benito, D., Peltoniemi, M., Vacchiano, G., Wild, J., 
Ascoli, D., Petr, M., Honkaniemi, J., Lexer, M.J., Trotsiuk, V., Mairota, P., 
Svoboda, M., Fabrika, M., Nagel, T.A., Reyer, C.P.O., 2017. Forest disturbances 
under climate change. Nature Climate Change. https://doi.org/10.1038/ 
nclimate3303. 
Simonovicova, A., Krakova, L., Pieckova, E., Planý, M., Globanova, M., Pauditsova, E., 
Soltys, K., Budis, J., Szemes, T., Gafrikova, J., Pangallo, D., 2019. Soil microbiota of 
dystric cambisol in the high tatra mountains (Slovakia) after windthrow. 
Sustainability. https://doi.org/10.3390/su11236851. 
Sterkenburg, E., Clemmensen, K.E., Lindahl, B.D., Dahlberg, A., 2019. The significance of 
retention trees for survival of ectomycorrhizal fungi in clear-cut Scots pine forests. 
Journal of Applied Ecology 56, 1367–1378. https://doi.org/10.1111/1365- 
2664.13363. 
Stursova, M., Snajdr, J., Cajthaml, T., Barta, J., Santrůckova, H., Baldrian, P., 2014. 
When the forest dies: the response of forest soil fungi to a bark beetle-induced tree 
dieback. The ISME Journal 8, 1920–1931. https://doi.org/10.1038/ismej.2014.37. 
Trahan, N.A., Dynes, E.L., Pugh, E., Moore, D.J.P., Monson, R.K., 2015. Changes in soil 
biogeochemistry following disturbance by girdling and mountain pine beetles in 
subalpine forests. Oecologia 177, 981–995. https://doi.org/10.1007/s00442-015- 
3227-4. 
Treu, P., Karst, J., Randall, M., Pec J., G., Cigan W., P., Simard W., S., Cooke K., J.E., 
Erbilgin, N., Cahill F., J., 2014. Decline of ectomycorrhizal fungi following a 
mountain pine beetle epidemic. Ecology 95, 1096–1103. https://doi.org/10.1890/ 
13-1233.1. 
Ulanova, N.G., 2000. The effects of windthrow on forest at different spatial scales: a 
review. Forest Ecology and Management 135, 155–167. https://doi.org/10.1890/ 
13-1233.1. 
Uroz, S., Courty, P.E., Pierrat, J.C., Peter, M., Buee, M., Turpault, M.P., Garbaye, J., Frey- 
Klett, P., 2013. Functional profiling and distribution of the forest soil bacterial 
communities along the soil mycorrhizosphere continuum. Microbial Ecology 66, 
404–415. https://doi.org/10.1007/s00248-013-0199-y. 
Vaario, L.-M., Tervonen, A., Haukioja, K., Haukioja, M., Pennanen, T., Timonen, S., 2009. 
The effect of nursery substrate and fertilization on the growth and ectomycorrhizal 
status of containerized and outplanted seedlings of Picea abies. Canadian Journal of 
Forest Research 39, 64–75. https://doi.org/10.1139/X08-156. 
Vance, E.D., Brookes, P.C., Jenkinson, D.S., 1987. An extraction method for measuring 
soil microbial biomass C. Soil Biology and Biochemistry 19, 703–707. https://doi. 
org/10.1016/0038-0717(87)90052-6. 
Wallander, H., Nilsson, L.O., Hagerberg, D., Bååth, E., 2001. Estimation of the biomass 
and seasonal growth of external mycelium of ectomycorrhizal fungi in the field. New 
Phytologist 151, 753–760. https://doi.org/10.1046/j.0028-646x.2001.00199.x. 
Wallander, H., Johansson, U., Sterkenburg, E., Brandstrom Durling, M., Lindahl, B.D., 
2010. Production of ectomycorrhizal mycelium peaks during canopy closure in 
Norway spruce forests. New Phytologist 187, 1124–1134. https://doi.org/10.1111/ 
j.1469-8137.2010.03324.x. 
White, T., Bruns, T., Lee, S., Taylor, J., 1990. Amplification and direct sequencing of 
fungal ribosomal RNA genes for phylogenetics. In: Innis, M., Gelfand, J., Sninsky, J., 
White, T.J (Eds.), Pcr Protocols: A Guide to Methods and Applications. Academic 
Press, Inc., New York, pp. 315–322. 
Yilmaz, P., Parfrey, L.W., Yarza, P., Gerken, J., Pruesse, E., Quast, C., Schweer, T., 
Peplies, J., Ludwig, W., Glockner, F.O., 2014. The SILVA and “all-species living tree 
project (LTP)” taxonomic frameworks. Nucleic Acids Research 42, D643–D648. 
https://doi.org/10.1093/nar/gkt1209. 
M. Kosunen et al.                                                                                                                                                                                                                               
